Supporting information, sup-1 S1. Analysis of the Amphi-IgSF-V sequence Amino-acid sequence of five IgSF V domains from amphioxus Amphi-IgSF-V, amphioxus VCBP, catfish novel immune-type receptor (NITR), opossum TCR delta chain and human immunoglobulin light chain were aligned using the ClustalW2 program (Fig. S1 ). Identical amino acids are shown as white text on a red background, while similar amino acids are shown as red text on a white background, and eight highly conserved residues (Chothia et al., 1998) of the IgSF V domain are
